Key indicators: single-crystal X-ray study; T = 173 K; mean (C-C) = 0.003 Å; R factor = 0.033; wR factor = 0.087; data-to-parameter ratio = 27.1.
In the title half-sandwich complex, [RuCl( 6 -C 12 H 18 )-(C 10 H 9 N 3 )]PF 6 ÁCH 2 Cl 2 , the ruthenium(II) ion is four-coordinated by a chloro, a hexamethylbenzene and a bidentate N,N 0 -chelating di(pyridin-2-yl)amine ligand. In the crystal, the amino N-H group forms a hydrogen bond with the chloro ligand of a neighbouring complex, thus forming chains along the b axis. Weak intermolecular C-HÁ Á ÁF and C-HÁ Á Á Cl contacts are also observed.
Related literature
For related structures with the same N,N 0 -chelating ligand coordinated to arene ruthenium moieties, see: Romain et al. (2010) ; Gupta et al. (2011); Singh et al. (2004) . For the synthesis, see: Romain et al. (2010) ; Gupta et al. (2010) .
Experimental
Crystal data [RuCl(C 12 H 18 ) (C 10 Table 1 Hydrogen-bond geometry (Å , ). 
Data collection: SMART (Bruker, 1999); cell refinement: SMART and SAINT (Bruker, 1999); data reduction: SAINT; program(s) used to solve structure: SIR97 (Altomare et al., 1999); program(s) used to refine structure: SHELXTL (Sheldrick, 2008); molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL.
and the Ru-centroid distance is 1.690 (2) Å. The Ru-Cl distance is 2.4108 (4) Å, similar to that found in other chloro arene ruthenium complexes (Singh et al., 2004; Gupta et al., 2011) .
In the crystal packing, the N-H amino group is involved in a H-bonded interaction with the chloro ligand of a neighbouring complex, thus forming infinite one-dimensional chains along the b axis. Moreover, there are weak intermolecular contacts of the type C-H···F and C-H··· Cl.
The synthesis of the title compound has been reported (Romain et al., 2010; Gupta et al., 2011) . Yellow-orange crystals for X-ray diffraction analysis were obtained by slow diffusion of hexane into a dichloromethane solution of the title complex.
Refinement
The H atoms were included in calculated positions and refined using a riding model, with C-H = 0.93-0.96 Å and with U iso (H) = 1.2 (1.5 for methyl) times U eq (C), except for the H atom of the N-H group which was found in the Fourier difference map and refined isotropically. supplementary materials sup-3
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. 
